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In the above article, Table S1 reported the values for ‘‘Rwork/Rfree’’ using a nonstandard format. To avoid any misinterpretation of
the data, this line of the table has been revised to follow the standard convention in which Rwork is shown in the numerator, and Rfree
is in the denominator. Additionally, minor errors in the unit cell dimensions of structure 4FAW and in the resolution range of structure
4E8V have been corrected and are now in agreement with the deposited PDB entries. The table has been corrected online.The BMP Inhibitor Coco Reactivates
Breast Cancer Cells
at Lung Metastatic Sites
Hua Gao, Goutam Chakraborty, Ai Ping Lee-Lim, Qianxing Mo, Markus Decker, Alin Vonica, Ronglai Shen, Edi Brogi,
Ali H. Brivanlou, and Filippo G. Giancotti*
*Correspondence: f-giancotti@ski.mskcc.org
http://dx.doi.org/10.1016/j.cell.2012.11.036
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During the preparation of figures for the above article, we inadvertently inserted an incorrect image in Figures 1H and S6A. We
made both of these mistakes because the incorrect and correct images were very similar to one another and we misnamed them
when we retrieved them for figure preparation. In Figure 1H, we inserted an incorrect image into the second panel from the left of
the top gallery. Specifically, we placed a lower exposure bioluminescent image of the 4 weeks time point in correspondence of
the 3 weeks time point. The graph, which lies on the right side of the figure and illustrates the intensity of bioluminescence over
time, included the correct numerical value for the time point in question. In Figure S6A, we inserted an incorrect Kaplan-Meier
plot. Cases from the EMC-286 data sets were divided according to the expression of a 2-gene signature, instead of a 14-gene signa-
ture. The p value shown was correct. These errors do not affect the validity of any of our conclusions. The corrected images have
been inserted into the figures below and with the article online. We regret our mistakes and apologize for any inconvenience that
they may have caused.1386 Cell 151, 1386–1388, December 7, 2012 ª2012 Elsevier Inc.
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Figure 1. Coco Mediates Lung Colonization
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Figure S6. Derivation and Validation of the 14-Gene and 2-Gene Coco Signatures, Related to Figure 6
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